Title: 



US-09-254-870A-1 



RESULT 2 
V18481 

ID V18481 standard; cDNA; 2334 BP. 
XX 

AC V18481; 

XX ' 

DT 18-AUG-1998 (first entry) 
XX 

DE Human zinc finger protein (hZAC) . 

XX ■ 

KW Corticotroph; pituitary; B0P1; tumour suppressor; constitutive; 

KW * inducible; alzheimer's disease; nuclear transcription factor; apoptosis; 

KW cell cycle; neuronal disorder; human zinc finger; hZAC; ss. 

XX 

OS Homo sapiens . 
XX 

FH * Key Location/Qualifiers 

FT CDS 803.. 2194 

FT /*tag= a 

FT /product^ "hZAC" 

XX 

PN W09813489-A1. 
XX 

PD 02-APR-1998. 

XX 

PF 22-SEP-1997; 97WO-EP05198 . 
XX 

PR 23-SEP-1996; 96US-0718 661 . 
XX* 

PA ' (CNRS ) CENT NAT RECH SCI. 

' PA (PLAC ) MAX PLANCK GES FOERDERUNG WISSENSCHAFTEN . 

XX 

PI Journot L, Spengler D; 
XX 

DR WPI; 1998-230701/20. 

DR • P-PSDB; W48761. 

XX 

PT New isolated tumour suppressor gene - useful for developing products 

PT ; for use in diagnosis and treatment of tumour (s) or neuronal 

PT / disorder (s) 

xx; 

PS Claim 17; Pages 82-85; 118pp; English. 

CC The present sequence represents the human zinc finger protein 

CC (hZAC) cDNA isolated from the human pituitary gland cDNA library 

CC using BOP1 cDNA (V18480) as a probe. Therefore the hZAC protein 

CC . is the human homologue of BOP1 (W48761) . The hZAC protein displays 

CC a tumour suppressing activity when it was constitutively and inducibly 

CC • expressed in tumour cells. The hZAC cDNA and the protein it encodes 

; CC are claimed to be useful in the preparation of therapeutic compositions, 

CC useful for treating, preventing or delaying the recurrence of a tumour 

CC ' or neuronal disorders, e.g. genetic diseases or acquired degenerative 

CC" encephalopathies such as Alzheimer's disease. The hZAC protein is 

'* CC also claimed to be able to induce apoptosis resulting in ^ inhibition 

CC of tumour cell growth, to suppress tumour formation, to induce Gl 

CC arrest of the cell cycle and to act as nuclear transcription factor. 
XX 

SQ Sequence 2334 BP; 569 A; 636 C; 550 G; 579 T; 0 other; 



Query Match 22.8%; Score 636.6; DB 19; Length 2334; 

Best Local Similarity 81.2%; Pred. No. l.le-117; 

Matches 754; Conservative 0; Mismatches 169; Indels 6; Gaps 

Qy 453 agtgactccccaccttctttctgtctgggcttaaatggcacagcagttcctcagcacatc 512 

I I I I I I I I I I I I I I I I I I I I I I II II I I I M I I I M I I I I I I I I I I I I 
Db 714 attggcccagcaccatcgttctgtttgtgcttaaatggcacagcatttggtcagcacatc 773 

Qy ' 513 tgaagaagaaagtgtgagaaccaaaggccatggctccattccgctgtcaaaaatgtggca 572 

I I I I I II I I I I I I I I I I I I I I I I I I I II I I lilt Ml M I I I I I I I I 
Db 774 tgaaaaggaaggtgtgagaagcaaagcccatggccacgttcccctgccagttatgtggca 833 



Qy 5^3 agtccttcgtcaccctggagaagttcaccattcacaattattcc^ 632 

ll I l l I I I I I I I II II M M I I M I I I I I I M II I I I M II II I I I I l 

Db 834 igaigUicliiiiiUgagaigttcacgattcacaattattcccactccagggagcggc 893 

Qy 633 cattcaagtgctcgaaggctgagtgtggcaa^ 692 

Db 894 ^aiiaglgtgtg^^ 953 

Qy 693 r cacatggccacaca- ™ 
Db 954 ggUtiiggitaiciatiiticccagaaatctcaccagtgtgctcactgtgagaagacgt 1013 

Qy 753 tcaaccggaaggaccacctgaagaaccacctccagacccacgatcc^ 812 
1 1014 liUiiggaaag^ ™> 

Qy 813 a T gtgtgac m 872 
Db 1074 ttgggtgUaggagtgtgggaagaagtacaacaccatgctgggctataagaggcacctgg 1133 

Qy 873 ccctgcactcggcgagcaatggcgatctcacctgtggggtgtgcacc^ 932 

I l l I I I | I | | | | M Ml MINIUM II I I I I I I I N I I M i 

Db 1134 iiiiciatgiggicagiigiggggacctcacctgtggggtctgtgccctggagctaggga 1193 

Qy 933 gcaccgaggtcctgctggaccacctcaagtctcacgcggaagaaaaggccaaccaggcac 992 

I I I I I I I I I I I I I I I II I I I 1 1 M I I I M I I I I I I I M II 

Db 1194 giiiigUglgiiaiiggiicacctcaaagcccatgcggaagagaagccccctagcggaa 1253 

Qy 993 ccagggagaagaaataccagtgcgaccactgtgatag^ 1052 

I I III | Mill II II II II N I Nl N I I I I I I M M I I M I I I I M I II I I 
Db 1254 iiiaggiaaagaagcaccagtgcgaccactgtgaaagatgcttctacacccggaaggatg 1313 

• Qy 1053 tgcgtcgccacctggtggtccacacaggatgcaaggacttcctgtgtcagtte 1112 

Mil I I I I II M I I I I I M II I M I I I I I I I M I I IIIMIUUUI 

Db. 1314 IgigaigiiiicUgUgtccacacaggatgcaaggacttcctgtgccagttctgtgccc 1373 



Qy 1113 agagatttgggcgcaaagaccacctcactcgtcacaccaagaaga^ 1172 
I I i I I I I I 1 i i I l I I 1 N N I I II I I I N N N II I I N ll M i 

1374 igagiiUgggigcaiggatcacctcacccggcataccaagaagacccactcacaggagc 1433 



Db 

Qy 1173 tgatgcaagagaatatgcaggcaggagattaccagagcaatttccaactcattgcgcctt 1232 

I I II I III II I II I N I I N II I I I I I I I I I I I I I I I II N I 
Db 1434 Igalgaaagagagcttgcagaccggagaccttctgagcaccttccacaccatctcgcctt 1493 

Qy " 1233 caacttcgttccagataaaggttgatcccatgcctcctttccagctagg^ 1292 

N INN I I II I N II I I I M I II N II II II I I I N N 

Db 1494 ca [[ccaactgaaggctgctgccttgcctcctttccctttaggagcttctgccc 1547 

' Qy 1293 agaacgggcttgatggtggcttgccacccgaggttcatggtctagtgcttgctgccc^ 1352 

I I II I II II II I N II II I II I II II I I I I H 1 11 1 11 1 ism 

1548 Igiaigggittgcaaglagittgccagctgaggtccatagcctcaccctcagtcccccag 1607 



Db 

■Qy 

Db 



1353 aagaagctccccaacccatgccgcccttg 1381 

II Nil INI II Nil Ml II 
1608 aacaagccgcccagcctatgcagccgctg 163b 



RESULT 11 

T08483 per m-AUG-1993 

SSSlTIO. USS&4 Lf^Lfc, »S Soa^.Ho^pien^ clone HIBBE91 

5' end similar to Zinc finger protein family, mRNA sequence. 
ACCESSION T08483 
VERSION T08483.1 GI:389511 

KEYWORDS EST . 
SOURCE human . 

ORGANISM Homo sapiens , . r^^i PO c?tomi * 

Eukaryota; Metazoa; Chordata; Cramata; Vertebrate; ^teleostomi, 
Mammalia; Eutheria; Primates; Catarrhmi; Hominidae; Homo. 

^AUTHORS Lu£?"d.' TJllW, Kerl.va^A.R., ?«" ? ,c and Venter.J.C 

■ IITLE S^ctSSuy^onS 9 h S"n?St"?S„ C c D Sf ilbSS 

JOURNAL Nature Genet. 4, 373-380 (1993) 
. MEDLINE 94004965 



COMMENT Other_ESTs: EST06373 

Contact: Adams, MD 
The Institute for Genomic Research 
932 Clopper Road, Gaithersburg, MD 20878 
Tel: 3018699056 
Fax: 3018699423 
Email: mdadams@tigr.org 
Seq primer: M13 Reverse. 
FEATURES Location/Qualifiers 

source !• .357 

/organism="Homo sapiens" 

/db xref="ATCC (inhost) :85007" 

/ db~xr e f = " taxon : 9 6 0 6 " 

/clone="HIBBE91" 

/clone lib="Infant Brain, Bento Soares 
rsc i r\n qfi a 61 t 3 others 

BASE COUNT 90 a 107 c g o± ^ 

ORIGIN 

Query Match 8.9%; Score 248 6; DB 145; Length 357; 

Best Local Similarity 83.1%; Pred. No 3.7e-47, 

Matches 281; Conservative 0; Mismatches 57, Indeis u, t> 
■ Qy 897 atctcacctgtggggtgtgcaccctggagctggggagcaccgaggtcctgc^ 956 

i lc^^ 60 



Db 



Qy 957 tcaagtctcacgcggaagaaaaggccaaccaggcacccagggagaagaaataccagtgcg 1016 

1 6i AAiH^A^^ 120 

Qy 1017 accactgtgatagatgcttctacacccggaaagatgtgcgtcgccacctggt^ 1076 



Db 121 



Qy 1077 caggatgcaaggacttcctgtgtcagttctgtgcccagagatttgggcgc^ 1136 
181 ci^K^ 240 



Db 

Qy 1137 tcactcgtcacaccaagaagacccactcccaggagctgatgcaagagaatatgcaggcag 1196 
I 241 icicCCCC^^ 

Qy 



300 



1197 qagattaccagagcaatttccaactcattgcgccttca 1234 
I I I I | MM! MM Ml M M M I 

Db 301 GAGAC CT T CT GAGCACCTTNC AC ACCAT CT C GNCT T C A 338 



RESULT 13 

F11702 

LOCUS 

DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 



TITLE 

JOURNAL 
. MEDLINE 
COMMENT 



F11702 340 bp mRNA EST 12-MAR-1995 

HSC30E051 normalized infant brain cDNA Homo sapiens cDNA clone 
c-30e05, mRNA sequence. 
F11702 

F11702.1 GI:706008 

EST. 

human . 

Homo sapiens 

Eukaryota; Metazoa; Chordata; 
Mammalia; Eutheria; Primates; 
1 {bases 1 to 340) 
Auffray,C, Behar,G 



Craniata; Vertebrata; Euteleostomi; 
Catarrhini; Hominidae; Homo. 



Bois, F. 



ouio,,., Bouchier,C, da Silva,C, Devignes 
,M.D.,-Duprat,S., Houlgatte , R. , ^^u M -N Lamy,B., Lorenzo,F., 
Mitchell, H., Mariage-Samson,R., Pietu,G., Pouliot, Y. , 
Sebastiani-Kabaktchis,C. and Tessier,A. ae nome 
IMAGE: molecular integration of the analysis of the human genome 

and its expression 9^-97? (1995) 

C. R. Acad. Sci. Ill, Sci. Vie 318 (2), 263-272 {1^} 

95277534 

Contact: Genethon 
Genexpress-Genethon 

cpnethon Centre de recherche sur le Genome Humam 

l?rue Te ? Jnternationale, BP60 91002 EVRY Cedex, FRANCE 

Tel: 33169472800 



FEATURES 

source 



BASE COUNT 
ORIGIN 



Fax: 33160778698 

Email : genexpress@genethon . f r 

Single read. _ A 
Genexpress_library idt: C; Genexpress_sequence_idt : ylc-30e0b 
Seq primer: (-21) MT3_universal . 

Location/Qualifiers 

1. .340 

/organism="Homo sapiens" 
/db_xr e f =" taxon : 9 6 0 6 " 
/clone="c-30e05" 

/clone_lib="normalized infant brain cDNA" 
/sex=" Female" 

/tissue_type="total brain" 
/dev stage="3 months old" 

/note="Organ: brain; Vector: lafmid BA; Site_l: Hindi II; 
Site 2: NotI; sex=Female; dev_stage=3 months old; 
isolate=muscular atrophy patient; tissue^_type=total brain 
; total mRNA was oligo-(dT) primed and dTrectionally 
cloned 5' -> 3 1 into the Hindlll -> NotI sites of the 
lafmid BA vector. Clone library from B.Soares, Psychiatry 
Dept. Columbia University, USA. Normal ization_method: 
Bento Soares, P.N.A.S in press" 
82 a 97 c 94 g 58 t 9 others 



Query Match 8.3%; Score 230.4; DB 140; Length 340; 

Best Local Similarity 80.6%; Pred. No. 6e-43; 

Matches 275; Conservative 0; Mismatches 65; Indels 1; Gaps 1, 
Qy 893 ggcqatctcacctgtggggtgtgcaccctggagctggggagcaccgaggtcctgctggac 952 
II II II Ml II Mi I III M I I I I I I I I I I Ml Mill Mill I MINI 

Db 1 GGGGACCT CACCT GT GGGGTCT GT GCCCT GGAGCT AGGGAGCACT GAGGT -NT ACT GGAC 59 

Qv 953 cacctcaagtctcacgcggaagaaaaggccaaccaggcacccagggagaagaaataccag 1012 
I I I I MINIM III M I Ml Ml Mill Mill _ n 

Db 60 NNNNT AANAGCCCNT GCGGAAGAGAAGCCCCCT AGCGGNTCCAAGGAAAAGAAGCACCAG 119 

Qv 1013 tgcgaccactgtgatagatgcttctacacccggaaagatgtgcgtcgccacctggtggtc 1072 

MM II II MMM MM IN MM M i I II III II II I II M MM I II I 
Db 120 T GC GACC AC T GT GAAAGAT GCT T NT AC ACCC GGAAGGAT GT GC GAC GCC ACCT GGT GGT C 179 

Qv 1073 cacacaggatgcaaggacttcctgtgtcagttctgtgcccagagatttgggcgcaaagac 1132 
I I I I I I I I 1 I I I M I 1 I I I I 1 I I I I ! I I I I I i I M i It I I I I II I II I I I I I I III 

Db 180 C AC ACAGGAT GC AAGGACT T CCT GT GCC AGT T CT GT GCCC AGAGAT T T GGGC GCAAGGT T 239 

Qv 1133 cacctcactcgtcacaccaagaagacccactcccaggagctgatgcaagagaatatgcag 1192 
I I M M M II II M II I II II M I II I M I I M I M I II M MMM Mill 

Db 240 CACCTCACCCGGCATACCAAGAAGACCCACTCACAGGAGCTGATGAAAGAGAGCTTGCAG 299 

Qy 1193 gcaggagattaccagagcaatttccaactcattgcgccttc 1233 

I Mill I Mill Mill III MIMM 
■ Db 300 ACCGGAGACCTT CT GAGCACCT T C CACACC ATCT C GCCT T C 340 



RESULT 14 

F08703 

LOCUS 

DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 



TITLE 
JOURNAL 



F08703 301 bp mRNA EST 21-FEB-1995 

HSC2SH08 1 normalized infant brain cDNA Homo sapiens cDNA clone 
c-2sh08, mRNA sequence. 
F08703 

F08703.1 GI:677706 

EST. 

human . 

Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
1 (bases 1 to 301) 

Auffray,C, Behar,G., Bois,F., Bouchier,C, da Silva,C, Devignes 
,M.D., Duprat,S., Houlgatte, R. , Jumeau,M.N., Lamy,B., Lorenzo, F., 
Mitchell, H., Mariage-Samson, R. , Pietu,G., Pouliot,Y., 
Sebastiani-Kabaktchis,C. and Tessier,A. 

IMAGE: molecular integration of the analysis of the human genome 
and its expression 

C. R. Acad. Sci. Ill, Sci. Vie 318 (2), 263-272 (1995) 



* MEDLINE 
COMMENT 



FEATURES 

source 



BASE COUNT 
ORIGIN 



95277534 

Contact : Genethon 
Genexpress-Genethon 

Genethon Centre de recherche sur le Genome Humain 

l,rue de 1 ' Internationale, BP60 91002 EVRY Cedex, FRANCE 

Tel: 33169472800 

Fax: 33160778698 

Email : genexpress@genethon . f r 

Single read. . , nfi 

Genexpress_library__idt: C; Genexpress_sequence_idt : y2c-2sh0tf 

Seq primer: (-21) M13_universal . 
Location/Qualifiers 
1. .301 

/organism="Homo sapiens" 
/ db_xr e f = " taxon : 9 6 0 6 " 
/clone="c-2sh08" 

/clone_lib="normalized infant brain cDNA" 
/sex=" Female" 

/tissue_type="total brain" 

/dev stage="3 months old" . ■ , TTT 

/note="Organ: brain; Vector: lafmid BA; Site_l: Hxndlli; 
Site 2: NotI; sex=Female; dev_stage=3 months old; 
isolate=muscular atrophy patient; tissue^type-total brain 
; total mRNA was oligo- (dT) primed and directionally 
cloned 5' -> 3 1 into the Hindlll -> NotI sites of the 
lafmid BA vector. Clone library from B.Soares, Psychiatry 
Dept. Columbia University, USA. Normalization_method: 
Bento Soares, P.N.A.S in press" 
75 a 83 c 90 g 47 t 6 others 



Query Match 8.2%; Score 228.4; DB 140; Length 301; 

Best Local Similarity 84.3%; Pred. No. 1.7e-42; . 
Matches 253; Conservative 0; Mismatches 47; Indels 0; Gaps 



Qy 


893 


Db 


1 


Qy 


953 


Db 


61 


Qy 


1013 


Db 


121 


Qy 


1073 


Db 


181 


Qy 


1133 


Db 


241 



|| I I I M I II M II I I II II MINIUM I I II I I M I M II II I I I I I I 

GGGGACCTCACCT GT GGGGTCT GT GCCCT GGAGCT AGGGAGCACNGAGGT GCT ACT GGAC 

cacctcaaqtctcacgcggaagaaaaggccaaccaggcacccagggagaagaaataccag 

I || I I I M II I I I I I I I I I I I M I I I I I I I I I MMI 

CGNNTCNNAGCCCAT GCGGAAGAGAAGCCCCCT AGC GGANCCAAGGAAAAGAAGCACCAG 



952 
60 

1012 

120 

1072 



I I I I I I I I I I I I II I M I I M I M I I I II I I I I I I I I I I I M M I I I I M II I I I I I 

T GC GACCACT GT GAAAGAT GCT T CT AC ACCC GGAAGGAT GT GCGAC GCCAC CT GGT GGT C 18 0 



I I I II I I I I I I I I I I I I I I I I M I II I I I I I I I I II I I I M I I I I I M I I I I I I II 

C AC ACAGGAT GCAAGGACT T CCT GT GCC AGT T CT GT GC C CAGAGAT T T GGGC GC AAGGT T 



1132 

240 

1192 



II I I I I I I II II I I I I I I I I I I II I M M I I I I I I I I M M I I II II I I I I I 
C ACCT C ACCC GGCAT AC CAAGAAGACCCACT CAC AGGAGCT GAT GAAAGAGAGCT T GC AG 300 



RESULT 15 

F08789 

LOCUS 

DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 



TITLE 



F08789 290 bp mRNA EST 20-FEB-1995 

HSC2AH041 normalized infant brain cDNA Homo sapiens cDNA clone 
c-2ah04, mRNA sequence. 
F08789 

F08789.1 GI: 673259 

EST. 

human. 

Homo sapiens . 
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 
Mammalia; Eutheria; Primates; Catarrhini; Hommidae; Homo. 
1 (bases 1 to 290) . , ^ . 

Auffray,C, Behar,G., Bois,F., Bouchier,C, da Silva,C, Devignes 
,M.D., Duprat,S., Houlgatte, R. , Jumeau,M.N., Lamy,B., Lorenzo, F., 
Mitchell, H., Mariage-Samson, R. , Pietu,G., Pouliot,Y., 
Sebastiani-Kabaktchis,C. and Tessier,A. 

IMAGE: molecular integration of the analysis of the human genome 



JOURNAL 
MEDLINE 
COMMENT 



Vie 318 (2), 263-272 (1995) 



FEATURES 

source 



BASE COUNT 
ORIGIN 



and its expression 
C. R. Acad. Sci. Ill, Sci 
95277534 

Contact: Genethon 

Tel: 33169472800 
Fax: 33160778698 
Email: genexpress@genethon.fr 

Se^resfiibrary idt: C; Genexpress_se q uence_idt: y3c-2ah04 
Seq primerT (-21) MT3_universal . 
Location/Qualifiers 

1. .290 . n 

/organism="Homo sapiens 
/db xref="taxon:960 6" 
/clo"ne="c-2ah04" 

/clone_lib="normalized infant brain cDNA 

/sex="Female" t 
/tissue_type= ,f total brain 1 

^J^rjan: SraiS Sor: lafmid BA; Site_l: Hindlll; 

Bento Scares, P.N.A.S in press- 

75 a 81 c 85 g 46 t 3 others 



Query Match 8.1%; Score 226.2; DB 140; Length 290; 

Best Local Similarity 85.9%; Pred. No 5.4 e-42 Gaps Q; 

Matches 249; Conservative 0; Mismatcnes 



Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy . 

Db 

'.Qy 

Db 



893 ggcgatctcacctgtggggtgtgcaccct^ 952 
953 cacctcaagtctcacgcggaagaaaaggccaaccaggcacccagggagaagaaataccag 1012 

1013 tgcgaccactgtgatagatgcttctacacc^ 1072 

1073 cacacaggatgcaaggacttcctgtgtcagttctgtgcccagagatttggg^ 1132 

isi cicici^^^ 240 

1133 cacctcactcgtcacaccaagaagacccactcccaggagctgatgcaaga 1182 
24 i ciccJciccc^^^ 290 



Title : US-09-254-870A-16 
RESULT 1 

US-08-718-661-1 (ft<nio ,, 1 
Sequence 1, Application US/08718661 
Patent No. 587 6972 
GENERAL INFORMATION : 



S^iNVENTION: Nucleic acid molecules coding ^J^^Jheir isolation 
TITLE OF INVENTION: tumor suppressor proteins ana me^nou* 



NUMBER OF SEQUENCES: 15 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 
COMPUTER: IBM PC compatible 



i^uraruiD^. -l^j.* — - £ _ _ „ 

OPERATING SYSTEM: PC-DOS/MS-DOS 

SOFTWARE: Patentln Release #1.0, Version #1.30 (EPO) 



CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/08/718,661 
FILING DATE: 
CLASSIFICATION: 530 
INFORMATION FOR SEQ ID NO: 1: 
SEQUENCE CHARACTERISTICS: 
LENGTH: 2790 base pairs 
TYPE: nucleic acid 
STRANDEDNESS : single 
TOPOLOGY: linear 
MOLECULE TYPE: cDNA to mRNA 
FEATURE : 

NAME /KEY: CDS 
LOCATION: 542. .2545 
US-08-718-661-1 



Query Match 27.3%; Score 636.6; DB 2; Length 2790; 

Db 453 



"Qy 

Db 



attggcccagcac^ * I I I I I M I M M 

774 tgaaaaggaaggtgtgagaagcaaagcccatggccacgttcccctgcca^ 833 

513 i^cUil^^ ™ 

Qy 834 agacgttcctcaccctggagaagttcacgattcacaattattccc^ 893 

I 573 J^^^ 632 

Qy 894 cgtacaagtgtgtgcagcctgactgtggcaaagcctttgtttccagata^ 953 

l 6 33 ^AUilUkii^^ 692 

Qy 954 ggcatatggctacccattctccccagaaatctc^ 1013 

l 6 93 LicK^^ 752 

Qy 1014 tcaaccggaaagaccacctgaaaaaccacctccagacccacgaccccaac^ 1073 

,53 JcaaSgACGACcIg^ ° 12 

813 AC^^icaTi^ikii^iiUcXiicTGGGCTACAAGA.^ACCTGG 872 

1134 ccctccatgcggccagcagtggggaccteacctgtgg^ 1193 

8,3 CCCTGCACTCGGCGAGCAATGGCGATCT^ ™ 
1194 gcac=gaggtgctactggaccacctca.agcccatgog g «ag.g.ag=cc=ctagcggaa 1253 

,33 KACC^GGTCCTGCTGGACCACCTCAAGTCTC^ ™ 
1254 ^ r gg r a.gaagcacoa n gcgaeca« n ga.agatg^ 



Db 753 

Qy 



Db 

Qy 

Db • 

'Qy 

• Db 

Qy 



993 CC AGGGAGAAGAAAT ACC AGT GC GACCACT GT GAT AGAT GCT T CT AC ACCC GGAAAGAT G 1052 
1314 tgcgacgccacctggtggtccacacaggatgcaag^ 1373 
1053 TGCGTCGCCACCTGGTG^ 



1374 agagatttgggcgcaaggatcacctcacccggcataccaagaagacc^ 1433 
1113 AGAGATTTGGGCGCAAAG^ 



1172 

1434 tgatgaaagagagcttgcagaccggagaccttctgagcaccttccacaccatc 1493 

U73 TGATGCAAGAGAATATGCAGGCAGGAGATTACC^ ^ 
1494 ca ttccaactgaaggctgctgccttgcctcctttccctttaggagcttctgcc^ 1547 

1233 CAACTTCGTTCCAGATAAAGGTTGATCCCATGC^ "92 
1548 agaacgggcttgcaagtagcttgccagctgaggtccatagcctcaccctcagtccc^ 1607 

1293 AGAACGGGCTTGATGGTGGCTTC "52 

1608 aacaagccgcccagcctatgcagccgctg 1636 

I II I I I I I II I I I I I I I I I U iooi 
1353 AAGAAGCT CCCC AACCC AT GCC GCCCT T G 1381 



Title: 



US-09-254-870A-17 



5SS 1 y^S^iS^ i S o lat io n 

15 



RESULT 1 

US-08-718-661-2 . ^.^^p^i 

Sequence 2, Application US/08718661 
Patent No. 5876972 
GENERAL INFORMATION: 
APPLICANT: 
TITLE OF INVENTION: 
TITLE OF INVENTION: 
' NUMBER OF SEQUENCES 

COMPUTER READABLE FORM: ^ 
MEDIUM TYPE: Floppy <3 1S * 
COMPUTER: IBM PC compatible 

OPERATING SYSTEM: ^-DOS/MS-DOS 3Q (Ep0) 

SOFTWARE: Patentln Release #1.0, Version wi 

CURRENT APPLICATION DAT ^* /nflr7iq fi61 
APPLICATION NUMBER: US/08 /718 , 661 

FILING DATE: 
CLASSIFICATION: 530 
INFORMATION FOR SEQ ID NO: 2: 
SEQUENCE CHARACTERISTICS: 
LENGTH: 667 amino acids 
TYPE: amino acid 
TOPOLOGY: linear 
MOLECULE TYPE: protein 
US-08-718-661-2 

fiS 6%- Score 1650.5; DB 2; Length 667; 

Similarity "^chef" 1 "! Ind.U 115, 

Matches 310; Conservative 45, Mismatches 



Qy 

Db 

Qy 

Db 

' Qy 

Db 

Qy 

Db 

Qy 
Qy 

Db 

Qy, 

' Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 



279 
361 
316 
421 
376 
481 
436 
533 



31U; LonseivdLxvc ' 

MATFPCQLCGKTFLTLEKFTIHNYSHSRERPYKCV^ 

SHQCAHCEKTFNRKDHL^ 

.MUf^ 

TCGVCALELGSTEVLLDHLKAH^EKPPSGTKEKKHQC 

ckdflcqfcaqrfgrkdhltrhtkkthsqel^ sfqlkaaa 

MfC^ 

LPPFPLGASAQNGLASSLPAEVHSLTLSPPEQAAQPMQPL 
MPPFQLGAAPENGLDGGLPPE^GLVLAA 

■MQPLEPMQPLEPMQPLEPLEPLEPMQPLEPMQPLEPMQPMLPMQPMQPMQPMQP 

PESLASLHPSVSPGSPPP-PLPNHKYNTTSTSYSPLAS 

MLPMQPMLPMQPMQPMQPMLPMPEPSFTiipGivPTUpPIllQEHKYNPVPTSYAPFVG 

LPLKADTKGFCNISLFEDLPLQEPQSPQIpiNPGF^ 

MPVKADGKAFCNVGFFEEFPLQEPQ^ 
ASLDLSPLLGFWQLPPPATQNTFGNSTLALGP^ 

III: :l llli Mi HI IM I I I _ : .I ill 'IJ'™ii» _™AdpPT.P 



61 
61 
121 
121 
181 
181 
239 
241 
279 

301 LQPLEPI 



5; 



60 
60 
120 
120 
180 
180 
238 
240 
278 
300 
278 
360 
315 
420 
375 
480 
435 
532 



QLPLPPIP 443 

I 11:1 
--PPPPLP 538 



RESULT 
Q92981 
ID 
AC 
DT 
DT 
DT 
DE 
GN 
OS 
OC 



OC 
OX 
RN 
RP 
RX 
RA 
RA 
RT 
RT 
RL ■ 
RN 
RP 
RX 
RA 
RA 
RT 
RT 
RT 
RL 
■ DR 
DR 
DR 
DR 
DR 
DR 
KW 
SQ 



Created) 

Last sequence update) 
Last annotation update) 



Q92981 PRELIMINARY; PRT; 463 AA. 

Q92981; 

01-FEB-1997 (TrEMBLrel. 02, 
01-FEB-1997 (TrEMBLrel. 02, 
01-OCT-2000 (TrEMBLrel. 15, 
LOT1. 
LOT1. 

Homo sapiens (Human) . ^ _ , 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
NCBI_TaxID=9606; 
[1] 

SEQUENCE FROM N.A. 
MEDLINE-97294608; PubMed=9150364 ; 

Abdollahi A. , Roberts D., Godwin A.K., Schultz D.C., Sonoda G., 
Testa J.R., Hamilton T.C.; 

"Identification of a zinc-finger gene at 6q25: a chromosomal region 
implicated in development of many solid tumors."; 
Oncogene 14:1973-1979(1997). 
[2] 

SEQUENCE FROM N.A. 
MEDLINE=97301600; PubMed=9158001 ; 

Abdollahi A., Godwin A.K., Miller P.D., Getts L.A., Schultz D.C., 
Taguchi T . , Testa J.R., Hamilton T.C.; , 

"Identification of a gene containing zinc-finger motifs based on lost 
expression in malignantly transformed rat ovarian surface epithelial 
cells."; 

Cancer Res. 57:2029-2034(1997). 

EMBL; U72621; AAB67041.1; -. 

HSSP; P07248; 2 ADR. 

INTERPRO; IPR000822; 

PFAM; PF00096; zf-C2H2; 7. 

PRINTS; PR00048; ZINCFINGER. 

PROSITE; PS00028; ZINC FINGER_C2H2 ; 7. 

Zinc-finger; Metal-binHing; DNA-binding. 

SEQUENCE 463 AA; 50853 MW; ED4E77572554B5D8 CRC64; 



Query Match 99.8%; Score 2512; DB 4; Length 463; 

Best Local Similarity 99.8%; Pred. No. 1.4e-196; 

Matches 462; Conservative 0; Mismatches 1; Indels 0; Gaps 



Qy 


1 


MATFPCQLCGKTFLTLEKFTIHNYSHSRERPYKCVQPDCGKAFVSRYKLMRHMATHSPQK 

1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 II M M 1 1 1 1 1 1 M 1 1 1 1 1 1 1 i I 1 M 1 1 M 1 1 1 I M M IMIM 
MATFPCQLCGKTFLTLEKFTIHNYSHSRERPYKCVQPDCGKAFVSRYKLMRHMATHSPQK 


60 


Db' 


1 


60 


Qy 


61 


SHQCAHCEKTFNRKDHLKNHLQTHDPNKMAFGCEECGKKYNTMLGYKRHLALHAASSGDL 

M 1 1 1 1 II 1 1 1 1 1 1 1 M M 1 II 1 1 II II 1 1 1 M M 1 II 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 MM 

SHQCAHCEKTFNRKDHLKNHFQTHDPNKMAFGCEECGKKYNTMLGYKRHLALHAASSGDL 


120 


Db ■ 


61 


120 


Qy 


121 


TCGVCALELGSTEVLLDHLKAHAEEKPPSGTKEKKHQCDHCERCFYTRKDVRRHLWHTG 

1 1 1 M M 1 M II 1 M 1 1 1 1 1 M 1 M 1 M M II II 1 II 1 II M M II 1 M II 1 1 1 M MM 

TCGVCALELGSTEVLLDHLKAHAE 


180 


Db 


121 


180 


Qy 


181 


CKDFLCQFCAQRFGRKDHLTRHTKKTHSQELMKESLQTGDLLST FHT I S PS FQLKAAALP 

I | | || | | | || M M M M II 1 1 II 1 M M 1 M M M II 1 1 1 1 1 1 M M 1 1 1 M II 1 M M 

CKDFLCQFCAQRFGRKDHLTRHTKKTHSQELMKESLQTGDLLSTFHTISPSFQLKAAALP 


240 


Db 


181 


240 


Qy 


241 


PFPLGASAQNGLASSLPAEVHSLTLSPPEQAAQPMQPLPESLASLHPSVSPGSPPPPLPN 


300 


"Db 


241 


1 I || I II II 1 1 II 1 II 1 1 II M 1 M 1 M II 1 II II II 1 M M II 1 1 1 1 M M II II 1 II 1 

PFPLGASAQNGLASSLPAEVHSLTLSPPEQAAQPMQPLPESLASLHPSVSPGSPPPPLPN 


300 


- Qy 


301 


HKYNTTSTSYSPLASLPLKADTKGFCNISLFEDLPLQEPQSPQKLNPGFDLAKGNAGKVN 

1 I I I I I M 1 1 1 1 M 1 II 1 1 M M 1 1 1 M II 1 M M II 1 1 1 1 M 1 M II 1 M 1 II 1 M 1 III 

HKYNTTSTSYSPLASLPLKADTKGFCNISLFEDLPLQEPQSPQKLNPGFDLAKGNAGKVN 


360 


Db 


301 


360 


Qy 


361 


LPKELPADAVNLTIPASLDLSPLLGFWQLPPPATQNTFGNSTLALGPGESLPHRLSCLGQ 

| | | | | | | M I 1 1 II M 1 1 M II II II II II II 1 1 M M 1 II M II M II 1 i Ml Ml Ml 
LPKELPADAVNLTIPASLDLSPLLGFWQLPPPATQNTFGNSTLALGPGESLPHRLSCLGQ 


420 


Db 


361 


420 


Qy 


421 


QQQEPPLAMGTVSLGQLPLPPIPHVFSAGTGSAILPHFHHAFR 463 

1 M M M II 1 M 1 1 M 1 M II II II M II M II II II 1 M 1 M 

QQQEPPLAMGTVSLGQLPLPP I PHVFSAGTGSAILPHFHHAFR 463 




Db 


421 





RESULT 5 

iJ° 61 P70616 PRELIMINARY ; PRT; 583 AA. 

TYT Ol-FEB-1997 (TrEMBLrel . 02, Created) 

II Ol-FEB-1997 (TrEMBLrel . 02, Last sequence update) 

m ol-OCT-2000 (TrEMBLrel . 15, Last annotation update) 

DE LOT1. 

GN LOT1. , 

OS Rattus norvegicus (Rat) . rra ._ ta . Vertebrata; Euteleostomi; 

OX NCBI_TaxID=10116; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC TISSUE=OVARY; ^ . ^ a i cn-iaA . 

RX MEDLINE=97294608; PubMed=9150364, qchultz D c ., sonoda G. , 

RA Abdollahi A., Roberts D., Godwin A.K., Schultz D.c, 

RA Testa J.R., Hamilton T.C.; 6 25 . chromosomal region 

RT "identification of a zinc-finger gene « bq^. a c 

RT implicated in development of many solid tumors . , 

RL Oncogene 14:1973-1979(1997) . 

RN [2] 

RP SEQUENCE FROM N.A. 

RC TISSUE=OVARY; 

RX MEDLINE=97301600; PubMe d=9158001; Schultz D.C., 

RA Abdollahi A., Godwin A.K., Miller P. D., betts , 

RA Taguchi T . , Testa J.R., Hamilton T .c. ; motifs based on lost 

RT "Identification of a gene containing /^-finger ™tirs ithelial 

RT expression in malignantly transformed rat ovarian sun 

RT ce lis " r 

RL Cancer Res. 57:2029-2034(1997) . 

DR EMBL; U72620; AAB67042.1; -. 

' DR HSSP; P03001; 1TF3 . 

DR INTERPRO; IPR000822; -. 
'DR. PFAM; PF00096; zf-C2H2; 7. 
■' DR PRINTS; PR00048; ZINCFINGER. 
' DR PROSITE; PS00028; ZINC FINGER_C2H2 ; 7 . 
■ KW Zinc-finger; Metal -binding; DNA ;binding. 

SQ SEQUENCE 583 AA; 65960 MW; 8501071AADFB3F4B CRC64, 

Query Match 70.1%; Score 1763; DB 11; Length 583; 

Best Local Similarity 56.6%; Pred. No. I; 6 *" 1 "'. 
Matches 330; Conservative 49; Mismatches 84, Indels 

1 MATFPCQLCGKTFLTLEKFTIHNYSHSRERPYKCVQPDC^ 60 

! MAPFRCQKCGKSFLTLE^ 60 
Qy 61 SHQCAHCEKTFNRKDHLKNHLQTHDPN^FG^ 120 

l 61 THQCTHCEKTFNRKM ^ 

Qy 121 TCGVCALELGSTEVLLDHLKA^EEKPPSGTKEKKHQCDHCERCF^ 180 

l 121 JCGVCTLEL^^ "° 
Qy 181 CKDFLCQFCAQRFGRKDHLTRHTKKTHSQELMKE^ 240 

D b 181 CKDFLCQFCAQRFGRKDHLTRH ^ 

Qy • 241 PFPLGASAQNGLASSLPAEVHSLTLSPPEQAAQ PMQPLPESLASLHPSVSPGSP 294 

Db 241 PFQLEMPPESGiDGGipPEIHGivLASPEEVPQPMLSMPPMQPMPEQPFTLHPGVVPSSP 300 

Qy 295 PP-PLPNHKYNTTSTSYSPIASLPLKADTKGFCNISLFEDLPLQEPQS^ 353 

Db 301 ppiiU^SPVPTSFAPFVSMPM^UgFC^ 360 

. Qy 354 GNAGKVNLPKELPADAVNLTIPASLDLSPLLGFWQLPPPA^ 413 

l 361 EGFGK^LPKELLVDAvT>n 420 



Qy 

Db 



481 LLPQLQPEPEPEPEPEEEEEEEEEIEEEEEIEEEEEAEPEAEEEEEAEDEEEAEEEEEEP 540 



427 LAMGTVSLGQLPLPPIPIWFSAGTGSAILPHFHHAFR 



463 



Title: 



US-09-254-870A-2 



RESULT 2 

W48761 ^ . ... 

ID W48761 standard; Protein; 463 AA. 

XX 

AC W487 61; 
XX 

18-AUG-1998 (first entry) 



DT 
XX 
■ DE 
XX 
KW 



Human zinc finger (hZAC) protein. 

Corticotroph; pituitary; . BOP1 ; ; 
XX 

OS . Homo sapiens . 

yy * 

Key Location/Qualifiers 
FT Modified-site 56. .60 dependant ki conS ensus 

phosphorylation site 
FT Region 6^.207 „ contains 7 zinc finger moti f s of the 

F J (Cys)2(His)2 type" 

XX 

PN W09813489-A1. 
XX 

PD 02-APR-1998. 

XX 

PF 22-SEP-1997; 97WO-EP05198 . 
XX 

PR 23-SEP-1996; 96US-0718661 . 
XX 



£ Ipla? ! S T pSck EC gSs S ?oerd E rung wissenschaften. 



XX 

PI Journot L, Spengler D; 

XX 

DR WPI; 1998-230701/20. 
DR N-PSDB; V18481. 

•XX 
PT 
PT 

PT disorder (s) 

XX 

PS Claim 17; Pages 85-87; 118pp; English. 



f C The present sequence represents ^^^^iS^lSS^ 

- CC encoded by the hZAC cDNA isolated from the human g£ u " * ( ^ 4 8760) 
rr- lihrarv The hZAC protein, a human homologue of the auvi \w*o > 

, CC proteS; dlsplayt a^umour suppressing ^ hzAC cDNA 

CC constitutively and inducibly expressed in ^our cells ration 

. CC and the protein it encodes «f ^^f^^ti", preventing or delaying 

'CC of therapeutic compositions, usefu l f° r ,^ating, e g. genetic diseases 

CC the recurrence of a tumour or neuronal disorders, eg . g disease . 

CC or acquired degenerative encephalopathies such as Alzn e 

CC The hZAC protein is also claimed to be able to induce p p ^ 

, CC resulting in inhibition of tumour ^ J^h ^supp^ act as nuclear 

CC formation, to induce Gl arrest: or Tine wix * 

CC transcription factor. 

• XX 

SQ ' Sequence 463 AA; 

■•' Query Match 45.0%; Score 1650 5; M J 19; Length 463; 

- Best Local Similarity 56.6%; Pred No ^e-110, Gaps 
Matches 310; Conservative 45, Mismatcnes 

■ Qy 1 MAPFRCQKCGKSFVTLEKFTIHNYSHSRERPFKCSKAECGI^ ™ 

I 1 iltulcgl^ 60 

Qy 61 IHQCTHCEKTFNRKDHLBCNHLQTHDPNKISYACDDCGKKYHTMLGYKRHLALHSASNGDL 120 



121 TC^CTLKL^STEVLLOHLp ^—REKKY^DHCDRC™™^™^ 1.0 

i»i ckdeicqecasp—tp™ 240 

239 ippfplgaiaqnglasslp.evhsltlsppeqaaqpm'JPl 

30! LQPLBPMQPLEPMQPLEPMQPLEPLEPLEPMQPLEPMQPLEPMQPMLPMQPMQPMQPMQP 360 

278 

279 -4l S la=lhpsl S pg=PPP-PlP»hky>« S «y 3 pl.» 315 

3,6 iUaii P UUiiipPP. t ^Uilalip;L}piii^i OT Upp 1 »» 9 -l a 435 

533 --PPPPLP 538 

I 11:1 
436 qlplppip 443 



